Delphinid populations show highly variable patterns of genetic diversity and population structure. 48
Beside its fundamental importance in marine ecology, understanding the spatial structure and 85 genetic connectivity of marine populations is also critical for conservation and management 86 purposes. Indeed, while no marine ecosystem is completely unaffected by human activities, 87 threats to populations of marine organisms vary geographically (Halpern et al. 2008 ). In the 88 Southwest (SW) Indian Ocean for instance, the importance of marine mammal bycatch is 89 spatially variable and it seems to primarily affect inshore species, including coastal delphinids 90 9 72C. PCR products were purified and sequenced by Genoscreen (Lille, France). Sequences was assessed using 10,000 permutations. We tested for isolation by distance (IBD) by conducting 235 Criterion to determine the most appropriate model of substitution given our sequence alignment. 246
AMOVAs comparing the populations identified using Structure were performed in Arlequin. 247
Genetic differentiation was measured using both F ST and  ST . For  ST , distances between 248 haplotypes were calculated using the model of substitution selected with JModeltest. Significance 249 was assessed using 10,000 permutations. We evaluated IBD as described above for microsatellite 250 data. A median-joining network was constructed using Network v.4.6. we excluded 2.5% of the deepest and 2.5% of the shallowest observations to determine i) the 275 preferred depth range for Mayotte and La Réunion separately (we did not include Zanzibar in this 276 comparison as observations from Zanzibar come from bycatch events and are thus not directly 277 comparable to sighting data from the other two islands), ii) the overall preferred depth range for 278 the three islands together. For the second calculation, group size information available for 279 sightings around Mayotte was taken into account. Our reasoning was that using group size 280 information (when available) better reflects the preferred habitat of these populations (i.e. 281 observing large groups in an area carries more weight than observing a single individual). We sites. Furthermore, no scoring errors were identified using Micro-checker. Possible null alleles 296 were detected for loci EV94 and 415/416 in Mayotte; however, since this issue was restricted to 297 one site, we kept these two loci in all analyses. A duplicate sample was identified (100% 298 matching genotypes and haplotype) in La Réunion, where the same individual was biopsied 299 twice. Five pairs of potential relatives were detected using ML-Relate: two pairs in La Réunion, 300 one pair in Zanzibar, and two pairs in Mayotte. Only one individual from each pair was kept in 301 population analyses conducted with both types of markers (mtDNA and microsatellites) to avoid 302 the potential bias of including relatives. The final microsatellite dataset included 63 individuals 303 (Table 2 ). The number of alleles per locus ranged from six to 25 (Table 1) . Observed 304 heterozygosity and mean allele richness were similar among the three sites (Table 2) . 305 306 14 No population subdivision was found when Structure was run without prior information (Fig. 2a) . 307
Conversely, genetic structure was detected when individual location was used as prior 308 information. The most likely number of populations present in the dataset was three based on 309 comparison of the mean log probabilities and K (Fig. 2b) , and corresponded to the three 310 sampled sites (Fig. 2c) Table 4 ). However, none of the pairwise comparisons were 332 significant when distances among haplotypes were incorporated in the AMOVA (i.e., using  ST , 333 Table 4 ). The test for IBD was not significant (r = 0.96, R 2 = 0.93, p = 0.17). There was one 334 shared haplotype between La Réunion and Zanzibar, and three shared haplotypes between 335
Mayotte and Zanzibar. Mayotte and La Réunion had no haplotypes in common (Fig. 3) . No 336 obvious phylogeographic structure was observed on the haplotype network. increased with geographic distance among islands. In the present study, the tests for IBD we 422 conducted for both types of markers were not significant. We have to note, however, that these 423 tests had low statistical power since only three populations were sampled. Thus, future studies 424 analyzing samples from additional islands in the SW Indian Ocean would better allow testing for 425 IBD. Additionally, photo-identification data would complement present findings, as site fidelity 426 may constitute another factor driving population structure in spinner dolphins from the SW 427 Indian Ocean. 428
429
The genetic diversity we measured (Table 2) 
